ABSTRACT In order to investigate the underlying interaction mechanisms between plants and Gram-positive bacteria, 10 Paenibacillus and Bacillus strains were isolated from healthy tomato rhizosphere and plant tissues.
genomes all exceeded 150ϫ, and the characteristics of the assemblies and genome features obtained are described in Table 1 . The draft genomes were then annotated by the Rapid Annotations using Subsystems Technology (RAST) server (9) and identified to be Paenibacillus or Bacillus by phylogenetic analysis based on the whole-genome sequence of the isolate and other reference genome sequences from NCBI.
Data availability. The draft genome sequences of the 10 strains have been deposited in GenBank under the accession numbers listed in Table 1 . The raw reads have been registered and submitted to the Sequence Read Archive (SRA) under the accession numbers listed in Table 1 .
